. (A) The solutions of extracted tomato proteins using three protocols were photographed. (B) The protein yield of each lysis buffer using the same starting weight of tomato leaves. The protein concentration was measured using a BCA assay. (C) Gene ontology analysis of enriched cellular components from the Tris-HCl, SDC-SLS, and GdnHCl protocols (Fisher's exact test, FDR < 0.05). The number indicates the fold difference of the category shown in the identified phosphoproteins compared to that present in the tomato proteome. Tables   Table S1. This table lists 
